Supplementary Figures
Supplementary Figure S1 . Parameter modification and novel ratio algorithm embedded in pQuant to quantify N-glycopeptides For pQuant, considering the high molecular weight of N-glycopeptide, parameter EMASS_CUTOFF_PRO, which was the threshold of the isotopic peaks kept in the cluster, was set to 0.01. It meant only very small peaks (whose intensities were smaller than 1% of the whole cluster) were removed from quantification. pQuant used this parameter to control the number of isotopic peaks; considering the overlap of isotopic peaks of N-glycopeptides, novel ratio algorithm has been embedded in pQuant. It can provide effective correction and calculation for accuracy quantification of N-glycopeptides. I0, I2, and I4 are the measured relative intensities of the monoisotope peak for the peptide (Two 16 O labelling), the peak with 2 Da increase in mass (One 16 O labelling, 
